Key indicators: single-crystal X-ray study; T = 120 K; mean (C-C) = 0.004 Å; disorder in solvent or counterion; R factor = 0.036; wR factor = 0.099; data-toparameter ratio = 8.7.
The molecule of the title ethanol solvate, C 15 H 21 N 3 O 6 ÁC 2 H 6 O, adopts a curved shape; the conformation about the imine bond [N N = 1.287 (3) Å ] is E. The amide residues occupy positions almost orthogonal to each other [dihedral angle = 85.7 (2) ]. In the crystal, a network of O-HÁ Á ÁO, O-HÁ Á ÁN and N-HÁ Á ÁO hydrogen bonds leads to the formation of supramolecular arrays in the ab plane with the ethanol molecules lying to the periphery on either side. Disorder in the solvent ethanol molecule was evident with two positions being resolved for the C atoms [site occupancy of the major component = 0.612 (10)].
Related literature
For background to the use of l-serine derivatives in antitumour therapy, see: Jiao et al. (2009) ; Yakura et al. (2007) ; Takahashi et al. (1988) ; Sin et al. (1998) . For background to Nacylhydrazone derivatives from l-serine for anti-tumour testing, see: Rollas & Kü çü kgü zel (2007) ; Terziog lu & Gü rsoy (2003) . For related structures, see: Pinheiro et al. (2010) ; .
Experimental
Crystal data 
Data collection
Bruker-Nonius Roper CCD camera on -goniostat diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 2007) T min = 0.897, T max = 1.000
19885 measured reflections 2369 independent reflections 2303 reflections with I > 2(I) Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: COLLECT (Hooft, 1998 ); cell refinement: DENZO (Otwinowski & Minor, 1997) and COLLECT; data reduction: DENZO and COLLECT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010) .
The use of the EPSRC X-ray crystallographic service at the University of Southampton, England, and the valuable assistance of the staff there is gratefully acknowledged. JLW acknowledges support from CAPES (Brazil). (Jiao et al., 2009; Yakura et al., 2007) . Other L-serine derivatives reported as potential new anti-tumour agents include the antibiotic thrazarine, which sensitizes tumour cells to macrophage-mediated cytolysis (Takahashi et al., 1988) , and eponemycin, an immunomodulator, which plays a crucial role in tumour progression and metastases by supplying essential nutrients to B16 melanoma cells (Sin et al., 1998) . Following on from such reports, we have synthesized some Nacylhydrazones derivatives from L-serine to use in anti-tumour testing. The choice of N-acylhydrazonyl derivatives was suggested by publications indicating that compounds with such groups can aid anti-tumoural activities (Rollas et al., 2007; Terzioğlu et al., 2003) . In continuation of on-going structural studies of these compounds , we now report the structure of the ethanol solvate of tert-butyl
Although the absolute structure of (I), Fig. 1 , could not be determined experimentally, the assignment of the S-configuration at the C9 atom is based on a starting reagent. The overall conformation of the molecule is curved with the major kink occurring at the C9 atom. The dihydroxybenzene ring is slightly twisted out of the plane of the hydrazine residue with the C2-C1-C7-N1 torsion angle being -8.2 (3) °. The conformation about the N1-C7 imine bond [1.287 (3) Å] is E.
Each of the carbonyl groups is diagonally opposite the amine group and the dihedral angle formed between the two amide residues is 85.7 (2) °.
As expected with four hydroxyl and two amine donors, there is significant hydrogen bonding operating in the crystal structure, Table 1 . While the O1-hydroxy group forms an intramolecular O-H···N hydrogen bond with the hydrazine-N1 atom, the remaining interactions are intermolecular in nature. The O2-hydroxy group forms an O-H···O hydrogen bond with the O5-carbonyl, and the O3-hydroxyl group linked to the chiral centre is connected to the ethanol molecule which in turn forms a hydrogen bond to the O2-hydroxyl group. The N2-amine is connected to the O3-carbonyl and the N3-amine forms a hydrogen bond with the O4-hydroxyl. The result of the hydrogen bonding is the formation of layers of molecules in the ab plane sandwiched by ethanol molecules. The layers stack along the c axis, Fig. 2 .
Experimental
To a stirred solution of tert-butyl (1S)-2-hydrazino-1-(hydroxymethyl)-2-oxoethylcarbamate (1.0 mmol) in ethanol (10 ml) at room temperature was added 2,4-dihydroxybenzaldehyde (1.05 mmol). The reaction mixture was stirred for 4 h. at 1073 K and concentrated under reduced pressure. The residue was purified by washing with cold ethanol (3 x 10 ml), affording the target molecule in 74% yield, m.pt. 423-424 K. The colourless block used in the structure determination was grown from 
Refinement
The C-bound H atoms were geometrically placed (C-H = 0.95-0.99 Å) and refined as riding with U iso (H) = 1.2-1.5U eq (C).
The O-and N-bound H atoms were located from a difference map and refined with the distance restraints O-H = 0.84 ± 0.01 and N-H = 0.86±0.01 Å, and with U iso (H) = zU eq (carrier atom); z = 1.5 for O and z = 1.2 for N. Disorder was resolved in the solvent ethanol molecule in that two distinct positions were discerned for the C atoms. From fractional anisotropic refinement, the major component had a site occupancy factor = 0.612 (10). In the absence of significant anomalous scattering effects, 2067 Friedel pairs were averaged in the final refinement. However, the absolute configuration was assigned on the basis of the chirality of the L-serine starting material. The maximum and minimum residual electron density peaks of 0.61 and 0.33 e Å -3 , respectively, were located 0.42 Å and 0.37 Å from the H6 and H16a atoms, respectively. Figures   Fig. 1 . The molecular structure of (I) showing displacement ellipsoids at the 50% probability level. The ethanol molecule of solvation has been omitted. Symmetry codes: (i) −x+1/2, y+1/2, −z+2; (ii) −x, y, −z+2; (iii) −x+1, y, −z+2; (iv) −x+1/2, y+1/2, −z+1; (v) −x, y, −z+1.
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